A non-motile, coccus-shaped, pale-pink-pigmented bacterium, designated strain JC288 T , was isolated from a paddy rhizosphere soil collected from Western Ghats, Kankumbi, Karnataka, India. Cells were found to be Gram-stain-negative, and catalase-and oxidase-positive; the major fatty acids were C 16 : 0 , C 16 : 1 v7c/C 16 : 1 v6c, C 18 : 1 v7c/C 18 : 1 v6c and C 18 : 1 2-OH. The predominant respiratory quinone was Q-10 and the genomic DNA G+C content was 67.5 mol%. Strain JC288
Members of the genus Roseomonas are pink, Gram-stainnegative, coccobacilli and have oxidative metabolism. Although a few species are cultured from clinical specimens and are considered to be pathogenic for humans (Rihs et al., 1993; Sandoe et al., 1997; Bibashi et al., 2000; Subudhi et al., 2001; Han et al., 2003; McLean et al., 2006) , a large number of species have been isolated from water samples (September et al., 2004; Gallego et al., 2006; Jiang et al., 2006; Furuhata et al., 2008; Baik et al., 2012) , deep-water marine invertebrates (Sfanos et al., 2005) , soil samples (Chen et al., 2014; Yoon et al., 2007) and also from air (Kim et al., 2013) , indicating the ubiquitous nature of their distribution. At the time of writing, 18 species and two subspecies names were validly published in the genus Roseomonas. Although the species names 'Roseomonas aceris' (Tonouchi & Tazawa, 2014) and 'Roseomonas musae' (Nutaratat et al., 2013) were effectively published, these have not been validly published. Phylogenetically, the genus Roseomonas (Rihs et al., 1993) is classified under the family Acetobacteraceae of the order Rhodospirillales in the class Alphaproteobacteria. In this communication, we propose a novel species of the genus Roseomonas.
Strain JC288
T was isolated from a paddy rhizosphere soil sample collected from Western Ghats, Kankumbi, Karnataka, India (GPS positioning of the sample collection site: 15.69487 N 074.20980 E) on 1 November 2014. One gram dry soil was serially diluted [10-fold dilution in saline (0.6 % NaCl)] and plated on a medium (pH 7.0) containing (g l
21
) yeast extract (0.5), peptone (0.5), casein enzyme hydrolysate (0.5), glucose (0.5), water-soluble starch (0.5), dipotassium phosphate (0.3), magnesium sulphate (0.05) and sodium pyruvate (0.3). Three distinct colony morphologies were observed from plates incubated at 30 8C for 3 days. The pink-pigmented colonies were purified by subsequent streaking on the same medium.
IP: 54.70.40.11
On: Fri, 11 Jan 2019 09:43:13
The purified isolate was designated strain JA288 T , preserved as glycerol stocks and by lyophilization and stored at 4 8C. The purified culture was grown in TSB broth (conical flasks 500 ml) with shaking (160 r.p.m.) for chemoheterotrophic growth. For routine culturing and for physiological tests, strain JC288
T was grown at pH 7.0 and at 30 8C in tryptone soya broth (TSB; HiMedia) medium.
Genomic DNA was isolated and purified by the method described by Marmur (1961) and the G+C content (mol%) of the DNA as determined by HPLC (Mesbah et al., 1989) was 67.5 mol%. Cell material for 16S rRNA gene sequencing was taken from a well-isolated colony and the gene was PCR-amplified and sequenced as described previously (Venkata Ramana et al., 2010) . BLAST search analysis of the 16S rRNA gene sequence (1401 nt) was performed using the EzTaxon-e server . Strain JC288
T showed the highest sequence similarity to Roseomonas rhizosphaerae YW11 T (97.3 %) and Roseomonas aestuarii JC17 T (97.1 %), and ,95.9 % similarity with other members of the genus Roseomonas. 16S rRNA gene sequences were aligned by using the MUSCLE program using the UPGMA clustering method of MEGA version 6 (Tamura et al., 2013) software. For reconstructing neighbour-joining (NJ), maximumlikelihood (ML) and maximum parsimony (MP) phylogenetic trees the following statistical methods were used. For NJ, the Kimura two-parameter model (Kimura, 1980) with uniform rates and pairwise deletion was used. For ML, the Kimura two-parameter model with uniform rates and the heuristic search algorithm nearest-neighbour-interchange (NNI) with complete deletion was used. For MP, subtree-pruning-regrafting (SPR) as heuristic algorithm with complete deletion was used. The combined phylogenetic tree (NJ, ML, MP) confirmed the clustering of strain JC288
T with members of the genus Roseomonas (Fig. 1 ).
DNA-DNA reassociation between strains was determined using a membrane filter technique as described previously (Chakravarthy et al., 2012; Seldin & Dubnau, 1985) . When strain JC288 T was labelled radioactively, the level of DNA-DNA reassociation with R. rhizosphaerae KACC 17225 T (5YW11 T ) was 27¡2 % and 30¡2 % with R. aestuarii JC17 T (Fig. S1 , available in the online Supplementary Material; near similar values were obtained when R. rhizosphaerae KACC 17225 T and R. aestuarii JC17 T were used as probes for hybridization). Based on the hybridization results, strain JC288
T represents a novel species according to recommendations for delineating a bacterial species (Stackebrandt & Goebel, 1994; Wayne et al., 1987) . R. rhizosphaerae KACC 17225 T , R. aestuarii JC17 T and Roseomonas cervicalis CIP 104027 T (5E7107 T ) were used for comparative taxonomic analysis at authors' laboratory.
Under a light microscope (Olympus BH-2), cells of strain JC288
T were cocci, 0.6-0.8 mm (diameter; Fig. S2 ). Cell division occurred by binary fission. Flagellar motility was not observed under the microscope and was confirmed by the hanging drop method. Growth was measured turbidometrically at 540 nm in a colorimeter (Systronics). In a buffered medium (K 2 HPO 4 /KH 2 PO 4 buffer for pH 5-8 and NaHCO 3 /NaOH buffer for pH 9-11), growth of strain JC288
T occurred between pH 6.0 and 7.5 and theoptimal pH was 7.0. Strain JC288 T had no obligate requirement for salt (NaCl) for growth and could tolerate up to 6.0 % (w/v) NaCl, while R. rhizosphaerae KACC 17225 T , R. aestuarii JC17 T and R. cervicalis CIP 104027 T could tolerate 5, 1 and 6 %, respectively. Temperature (4, 10, 15, 20, 25, 30, 35, 40, 45 and 50 8C) ranges for growth were determined in TSB medium and growth was measured turbidometrically at 540 nm in a colorimeter (Systronics (Table 1) .
Vitamin (biotin, niacin, p-aminobenzoic acid and vitamin B 12 ) requirements were tested by replacing yeast extract as described previously (Venkata Ramana et al., 2010) , and all four strains had no additional requirement for vitamins for growth. Different biochemical tests such as those for hydrolysis of starch, casein and gelatin, indole production, and oxidase and catalase activity were carried out in the prescribed media as described previously (Venkata Ramana et al., 2010 T as determined by C 18 -HPLC (Ramaprasad et al., 2013) indicated the presence of hydroxyspirilloxanthin (43.5 %), spirilloxanthin (27 %), ketospirilloxanthin (7.5 %), rhodovibrin (7 %) and two unidentified catotenoids (15 %) (Fig. S3) . Except for the relative abundance of difference carotenoids, the carotenoid profile of all the three strains was similar. Cells grown in TSB medium were harvested when growth of the cultures reached around 70 % of the maximal optical density (exponential growth phase) and used for analysis of cellular fatty acids, polar lipids and quinones, which was done as described previously (Shalem Raj et al., 2013) . Major (.5 % of total) fatty acids of strain JC288
T were C 16 : 0 , C 16 : 1 v7c/C 16 : 1 v6c, C 18 : 1 v7c/ C 18 : 1 v6c and C 18 : 1 2-OH with minor (1-5 %) amounts of C 18 : 0 , C 17 : 1 v7c and C 16 : 0 3-OH. The differences in fatty acid profile of strain JC288
T with regard to R. rhizosphaerae KACC 17225 T , R. aestuarii JC17 T and R. cervicalis CIP 104027 T are shown in Table 2 .
Diphosphatidylglycerol, phosphatidylglycerol, phosphatidylethanolamine, phosphatidylcholine, four unidentified aminolipids (AL1-4), three unidentified phospholipids (PL1, 3 and 4), two unidentified lipids (L1, L3), an aminophospholipid (APL) and a glycolipid (GL) were the polar lipid identified in strain JC288 T (Fig. S4) . Strain JC288 T differed from R. rhizosphaerae KACC 17225 T with regard to the presence APL, AL3 and AL4 and the absence of unidentified lipid L2 and unidentified phospholipid PL2. The polar lipid profile of strain JC288
T was also distinct from that of R. aestuarii JC17 T in the presence of AL3, AL4, GL, L1, L3 and APL and absence of PL2 (Fig. S4) . Q10 was the major (98 %) quinone of the three strains.
The genomic distinction of strain JC288
T from its closest phylogenetic neighbours, R. rhizosphaerae KACC 17225 T , R. aestuarii JC17 T and R. cervicalis CIP 104027 T , is well supported from the phenotypic traits, which include cell size, organic carbon source utilization, antibiotic susceptibility, urea hydrolysis and fatty acid composition, and
Roseomonas aestuarii JC17 T (FM244739)
Roseomonas oryzae JC288 T (LN810637)
Roseomonas rhizosphaerae YW11 T (KC904962)
Roseomonas cervicalis ATCC 49957 T (AY150047)
'Roseomonas musae' PN1 (AB594201)
Roseomonas ludipueritiae 170/96 T (AJ488504)
Roseomonas aquatica TR53 T (AM231587)

Roseomonas terrae DS-48 T (EF363716)
Roseomonas lacus TH-G33 T (AJ786000)
Roseomonas stagni HS-69 T (AB369258)
Roseomonas frigidaquae CW67 T (EU290160)
Roseomonas gilardii subsp gilardii ATCC 49956 T (AY150045)
Roseomonas gilardii subsp rosea ATCC BAA-691 T (AY220740)
Roseomonas mucosa ATCC BAA-692 T (AF538712)
Roseomonas vinacea CPCC 100056 T (EF368368)
Roseomonas aerilata 5420S-30 T (EF661571)
Roseomonas pecuniae N75 T (GU168019)
Roseomonas rosea 173/96 T (AJ488505)
Roseococcus thiosulfatophilus DSM 8511 T (X72908)
Roseococcus suduntuyensis SHET T (EU012448)
Komagataeibacter xylinus make strain JC288 T a representative of a novel species of the genus Roseomonas for which we propose the name Roseomonas oryzae sp. nov.
Description of Roseomonas oryzae sp. nov.
Roseomonas oryzae (o.ry9zae. L. gen. n. oryzae of rice, pertaining to the isolation of the type strain from rice paddy soil).
Grows best on TSA, nutrient agar and R2A agar. Colonies on TSA are pale pink, convex, circular, smooth and opaque with entire margins, approximately 2 mm in diameter after 35 days at 30 uC (pH 7.0). Cells are Gram-stain-negative, non-motile cocci that occur singly and in pairs; strictly aerobic, nonmotile and non-spore-forming. Optimum growth occurs at 30 uC. Growth occurs from 4-45 uC. NaCl is not required for growth; tolerates up to 6 % (w/v). Hydroxyspirilloxanthin, spirilloxanthin, ketospirilloxanthin, rhodovibrin and two unidentified carotenoids are present. Bacteriochlorophyll a is absent. Optimal growth occurs at pH 7.0 (range, pH 6.0-7.5). Catalase and oxidase are positive. Urea, starch, gelatin, casein and chitin are not hydrolysed. Indole is produced from tryptophan. Addition of vitamins is not required for growth. Good growth occurs with D-glucose, acetate, malate, succinate, D-arabinose, D-fructose, D-mannitol, D-ribose, D-xylose, 4-hydroxybenzoate and glycerol. Ammonium salts are used as a good nitrogen source. C 16 : 0 , C 16 : 1 v7c/C 16 : 1 v6c, C 18 : 1 v7c/C 18 : 1 v6c, C 18 : 1 2-OH, C 18 : 0 , C 17 : 1 v7c and C 16 : 0 3-OH is the fatty acid composition. Diphosphatidylglycerol, phosphatidylglycerol, phosphatidylethanolamine, phosphatidylcholine, four unidentified aminolipids, three unidentified phospholipids, two unidentified lipids, an aminophospholipid and a glycolipid are the polar lipids. Q10 is the predominant quinone. Type strain JC288 T (5KCTC 42542 T 5LMG 28711 T ) was isolated from a paddy rhizosphere soil sample collected from Western Ghats, Kankumbi, Karnataka, India. The DNA G+C content of the type strain is 67.5 mol% (HPLC).
Erythrobacter odishensis sp. nov. and Pontibacter odishensis sp. nov. 
